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To build a comprehensive computational platform describing muscle contractile 
function from molecular (protein) interactions to model cells, tissues and organs
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The principal issues:  (i) cross-bridge kinetics, (ii) calcium regulation, and (iii) extensible sliding filaments
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Max shortening velocity, Vmax, vs. the rate constant for ATP 
dissociation (A); and Vmax vs. affinity of ADP for S1 (B)

Effects of NEM-S1 on the activation-
dependence of ktr in wild-type and 

transgenic myocardium

Simulation of T1-T2 transient with 
extensible actin and myosin filaments


